Key indicators: single-crystal X-ray study; T = 298 K; mean (C-C) = 0.004 Å; R factor = 0.076; wR factor = 0.191; data-to-parameter ratio = 14.9.
In the title compound, C 8 H 7 N 5 O 2 , the benzene ring makes a dihedral angle of 38.27 (11) with the tetrazole ring. The crystal structure is stabilized by N-HÁ Á ÁN hydrogen bonds, forming an infinite one-dimensional chain parallel to the a axis. Table 1 Hydrogen-bond geometry (Å , ).
Related literature
Symmetry code: (i) x À 1; y; z.
Data collection: CrystalClear (Rigaku, 2005); cell refinement: CrystalClear; data reduction: CrystalClear; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008) and PLATON (Spek, 2003) ; software used to prepare material for publication: SHELXTL. 
Comment
In the past five years, our work have been focused on the chemistry of tetrazole derivatives because of their multiple coordination modes as ligands to metal ions and for the construction of novel metal-organic frameworks (Wang et al., 2005; Xiong et al., 2002) . We report here the crystal structure of the title compound, 5-(4-methyl-3-nitrophenyl)-2H-tetrazole, (Fig.1 ).
The benzene ring makes a dihedral angle of 38.27 (0.11) ° with the tetrazole ring owing to the C-C bond bridge which force the two rings to be twisted from each other. The bond distances and bond angles of the tetrazole rings are in the usual ranges (Wang et al., 2005; Arp et al. , 2000; Hu et al., 2007) . The crystal packing is stabilized by N-H···N hydrogen bonds to form an infinite one-dimensional chain parallel to the a axis. (Table 1 , Fig. 2 ).
Experimental 5-(4-methyl-3-nitrophenyl)-2H-tetrazole (3 mmol) was dissolved in ethanol (20 ml) and evaporated in the air affording colorless block crystals of this compound suitable for X-ray analysis were obtained.
Refinement
All H atoms attached to C and N atoms were fixed geometrically and treated as riding with C-H = 0.9 Å (aromatic),0.96 Å(methyl) and N-H = 0.86 Å with U iso (H) =1.2Ueq(C or N). Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 
